Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.052; wR factor = 0.134; data-to-parameter ratio = 16.3.
Experimental
Crystal data 
Data collection
Bruker SMART APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T Table 1 Hydrogen-bond geometry (Å , ).
Cg1 Cg2 and Cg3 are the centroids of of the N1,C7-C10,C15, C10-C15 and C1-C6 rings, respectively. 
Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) . 
Experimental 2-Chloroquinoline (1.0 g, 0.006 mol) was added to a solution of 4-chloroaniline (0.78 g, 0.006 mol) in ethanol (10 ml), and the mixture was refluxed for 7 h. The mixture was then cooled and the solvent evaporated off. The residue was dissolved in water and then extracted with diethyl ether (3 x 10 ml). The ether extracts were washed with water (3 x 10 ml) and dried over anhydrous sodium sulfate. Evaporation of the solvent gave the product and crystallization from its ethanol solution gave colourless prisms.
Refinement
Carbon-bound hydrogen atoms were placed at calculated positions (C-H 0.95 Å) and were treated as riding on their parent carbon atoms, with U(H) set to 1.2 times U eq (C). The amine-H atom was refined with N-H = 0.86±0.01 Å with refined U iso .
Figures Fig. 1 . The molecular structure of (I) showing displacement ellipsoids at the 50% probability level. 
N-(4-Chlorophenyl)quinolin-2-amine
Crystal data bsorption correction: multi-scan (SADABS; Sheldrick, 1996) h = −7→7 
Hydrogen-bond geometry (Å, °)
